ABSTRACT
High throughput single nucleotide polymorphism mapping is an enabling technology for many areas of genetic research: the identification of susceptibility genes for complex phenotypes using disequilibrium mapping or candidate gene studies requires the genotyping of large cohorts (>2000 individuals) for large numbers of genetic markers Kruglyak and Lander, 1996) . It is estimated that for the mapping of a typical candidate region of 30 cM genetic size, 500-1000 SNPs will be needed to identify the disease gene.
TaqMan typing is based on using the 5 exonuclease activity of Taq-polymerase and employs a combination of PCR and competitive hybridization (Livak et al., 1995) . The process is integrated into a single PCR reaction. First pass success rates for assay design of 92% are reported (Morin et al., 1999) .
To use this capability of the TaqMan technology, an integrated database system is needed to achieve the required throughput and to ensure the validity of the data. A number of proprietary systems are available, that mostly target corporate customers (e.g. http://www. genomica.com, http://www.appliedbiosystems.com, http: //www.bio.licor.com). No public domain database solution * To whom correspondence should be addressed.
for integrated SNP genotyping exists.
We have therefore designed a database system that integrates the following information: Figure 1 ).
• Data export. The genotype data can be exported into linkage file format (i.e. the '.pre' and '.dat' file format used by the LINKAGE programs; Terwilliger and Ott, 1994) .
The database has an open design that will easily allow the incorporation of other primary genotyping technology through the modification of the client applications. At (Hampe et al., 1999) .
our site, the database runs on an MS-SQL server 7 platform. The client applications were implemented on the NT/Windows platform in order to make the database clients available on the most prevalent laboratory device controllers. The applications are written in Visual Basic. The system has evolved in our laboratory since 1998 and has been used in several high throughput genotyping studies (Hampe et al., 1999 (Hampe et al., , 2001 Olavesen et al., 2000) . We anticipate that the presented database system will facilitate the use of high throughput typing technology in laboratories that do not want to develop their own integrated database system. The implementation uses widely available technology and should therefore easily be transferrable to other settings.
